RAW SEQUENCE LISTING DATE: 09/16/2003 

PATENT APPLICATION: US/10/031 , 722A TIME: 14:15:34 



Input Set : A:\seqlist.txt 

Output Set: N:\CRF4\09162003\J031722A.raw 



3 <110> APPLICANT: Medarex, Inc. 

5 <120> TITLE OF INVENTION: HUMAN MONOCLONAL ANTIBODIES TO HER2/NEU 
7 <130> FILE REFERENCE: MXI-160PC 



C — > 9 


<140> 


CURRENT APPLICATION NUMBER: US/10/031 , 722A 










C — > 10 


<141> 


CURRENT FILING DATE: 2000-07-25 














12 


<150> 


PRIOR 


APPLICATION 


NUMBER: USSN 60/146 


, 313 












13 


<151> 


PRIOR 


FILING DATE 


: 1999-07-29 














15 


<150> 


PRIOR 


APPLICATION 


NUMBER: USSN 60/188 


,539 






Does Not Comply 
Corrected Diskette 


16 

18 


<151> 
<160> 


PRIOR FILING DATE: 1999-03-10 
NUMBER OF SEQ ID NOS : 13 








20 


<170> 


SOFTWARE : 


Patentln Ver. 2.0 














Z.Z. 


<210> 


SEQ ID NO 


: 1 




















lo 


<211> 


LENGTH: 372 


















Z4 


<212> 


TYPE: 


DNA 


















ZD 


<213> 


ORGANISM: 


Homo sapiens 














<220> 


FEATURE : 


















O Q 

Zo 


<221> 


NAME /KEY: 


CDS 




















O Q 


<222> 


LOCATION: 


(1) 


. . (372) 
















• q i 

j! 


<400> 


SEQUENCE: 


1 




















32 


gag 


gtg 


cag 


ctg 


ttg 


gag 


tct 


ggg gga ggc ttg 


gta 


cag 


cct 


ggg 


ggg 


48 


33 


Glu 


Val 


Gin 


Leu 


Leu 


Glu 


Ser 


Gly Gly Gly Leu Val 


Gin 


Pro 


Gly 


Gly 




34 


1 










5 






10 








15 






36 


tec 


ctg 


aga 


etc 


tec 


tgt 


gca 


gee tct gga ttc 


acc 


ttt 


age 


age 


tat 


96 


37 


Ser 


Leu 


Arg 


Leu 


Ser 


Cys 


Ala 


Ala Ser Gly Phe 


Thr 


Phe 


Ser 


Ser 


Tyr 




38 










20 








25 






30 








40 


gec 


atg 


acc 


tgg 


gtc 


cgc 


cag 


get cca ggg aag 


ggg 


ctg 


gag 


tgg 


gtc 


144 


41 


Ala 


Met 


Thr 


Trp 


Val 


Arg 


Gin 


Ala Pro Gly Lys 


Gly Leu 


Glu 


Trp 


Val 




42 








35 










40 




45 










44 


tea 


get 


ate 


agt 


ggt 


agt 


ggt 


tat age aca tac 


tac 


gca 


gac 


tec 


gag 


192 


45 


Ser 


Ala 


He 


Ser 


Gly 


Ser 


Gly 


Tyr Ser Thr Tyr 


Tyr 


Ala 


Asp 


Ser 


Glu 




46 




50 










55 




60 












48 


aag 


ggc 


egg 


ttc 


acc 


ate 


tec 


aga gac aat tec 


aag 


aac 


acg 


ctg 


tat 


240 


49 


Lys 


Gly 


Arg 


Phe 


Thr 


He 


Ser 


Arg Asp Asn Ser 


Lys 


Asn 


Thr 


Leu 


Tyr 




50 


65 












70 




75 










80 




52 


ctg 


caa 


atg 


aac 


age 


ctg 


aga 


gee gag gac acg 


gee 


gta 


tat 


tac 


tgt 


288 


53 


Leu 


Gin 


Met 


Asn 


Ser 


Leu 


Arg 


Ala Glu Asp Thr Ala 


Val 


Tyr 


Tyr 


Cys 




54 












85 






90 








95 






56 


gcg 


aaa 


ggg 


ttt 


cag 


tat 


ggt 


teg ggg agt tat 


tat 


acc 


cac 


ttt 


gac 


336 


57 


Ala 


Lys 


Gly 


Phe 


Gin 


Tyr 


Gly 


Ser Gly Ser Tyr 


Tyr 


Thr 


His 


Phe 


Asp 




58 










100 








105 






110 








60 


tac 


tgg 


ggc 


cag 


gga 


acc 


ctg 


gtc acc gtc tec 


tea 










372 


61 


Tyr 


Trp 


Gly 


Gin 


Gly 


Thr 


Leu 


Val Thr Val Ser 


Ser 












62 








115 










120 
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66 <210> SEQ ID NO: 2 

67 <211> LENGTH: 124 

68 <212> TYPE: PRT 

69 <213> ORGANISM: Homo sapiens 
71 <400> SEQUENCE: 2 



72 


Glu 


Val 


Gin 


Leu 


Leu 


Glu Ser Gly 


Gly 


Gly 


Leu 


Val 


Gin 


Pro 


Gly 


Gly 


73 


1 








5 






10 










15 




75 


Ser 


Leu 


Arg 


Leu 


Ser 


Cys Ala Ala 


Ser 


Gly 


Phe 


Thr 


Phe 


Ser 


Ser 


Tyr 


76 








20 






25 










30 






78 


Ala 


Met 


Thr 


Trp 


Val 


Arg Gin Ala 


Pro 


Gly 


Lys 


Gly 


Leu 


Glu 


Trp 


Val 


79 






35 






40 










45 








81 


Ser 


Ala 


He 


Ser 


Gly 


Ser Gly Tyr 


Ser 


Thr 


Tyr 


Tyr 


Ala 


Asp 


Ser 


Glu 


82 




50 








55 








60 










84 


Lys 


Gly 


Arg 


Phe 


Thr 


He Ser Arg 


Asp 


Asn 


Ser 


Lys 


Asn 


Thr 


Leu 


Tyr 


85 


65 










70 






75 










80 


87 


Leu 


Gin 


Met 


Asn 


Ser 


Leu Arg Ala 


Glu 


Asp 


Thr 


Ala 


Val 


Tyr 


Tyr 


Cys 


88 










85 






90 










95 




90 


Ala 


Lys 


Gly 


Phe 


Gin 


Tyr Gly Ser 


Gly 


Ser 


Tyr 


Tyr 


Thr 


His 


Phe 


Asp 


91 








100 






105 










110 






93 


Tyr 


Trp 


Gly 


Gin 


Gly 


Thr Leu Val 


Thr 


Val 


Ser 


Ser 










94 






115 






120 



















97 <210> SEQ ID NO: 3 

98 <211> LENGTH: 321 

99 <212> TYPE: DNA 

100 <213> ORGANISM: Homo sapiens 

102 <220> FEATURE: 

103 <221> NAME /KEY : CDS 

104 <222> LOCATION: (1) . . (321) 
106 <400> SEQUENCE: 3 



107 


gac 


ate 


cag 


atg 


acc 


cag 


tct 


cca 


tec 


tea 


ctg 


tct 


gca 


tct 


gta 


gga 


48 


108 


Asp 


He 


Gin 


Met 


Thr 


Gin 


Ser 


Pro 


Ser 


Ser 


Leu 


Ser 


Ala 


Ser 


Val 


Gly 




109 


1 








5 










10 










15 






111 


gac 


aga 


gtc 


acc 


ate 


act 


tgt 


egg 


gcg 


agt 


cag 


ggt 


att 


age 


age 


tgg 


96 


112 


Asp 


Arg 


Val 


Thr 


He 


Thr 


Cys 


Arg 


Ala 


Ser 


Gin 


Gly 


He 


Ser 


Ser 


Trp 




113 








20 










25 










30 








115 


tta 


gec 


tgg 


tat 


cag 


cag 


aaa 


cca 


gag 


aaa 


gee 


cct 


aag 


tec 


ctg 


ate 


144 


116 


Leu 


Ala 


Trp 


Tyr 


Gin 


Gin 


Lys 


Pro 


Glu 


Lys 


Ala 


Pro 


Lys 


Ser 


Leu 


He 




117 






35 










40 










45 










119 


tat 


get 


gca 


tec 


agt 


ttg 


caa 


agt 


ggg 


gtc 


cca 


tea 


agg 


ttc 


age 


ggc 


192 


120 


Tyr 


Ala 


Ala 


Ser 


Ser 


Leu 


Gin 


Ser 


Gly 


Val 


Pro 


Ser 


Arg 


Phe 


Ser 


Gly 




121 




50 










55 










60 












123 


agt 


gga 


tct 


ggg 


aca 


gat 


ttc 


act 


etc 


acc 


ate 


age 


age 


ctg 


cag 


cct 


240 


124 


Ser 


Gly 


Ser 


Gly 


Thr 


Asp 


Phe 


Thr 


Leu 


Thr 


He 


Ser 


Ser 


Leu 


Gin 


Pro 




125 


65 










70 










75 










80 




127 


gaa 


gat 


ttt 


gca 


act 


tat 


tac 


tgc 


caa 


cag 


tat 


aat 


agt 


tac 


ccg 


tac 


288 


128 


Glu 


Asp 


Phe 


Ala 


Thr 


Tyr 


Tyr 


Cys 


Gin 


Gin 


Tyr 


Asn 


Ser 


Tyr 


Pro 


Tyr 




129 










85 










90 










95 






131 


act 


ttt 


ggc 


cag 


ggg 


acc 


aag 


ctg 


gag 


ate 


aaa 












321 


132 


Thr 


Phe 


Gly 


Gin 


Gly 


Thr 


Lys 


Leu 


Glu 


He 


Lys 
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133 100 105 

137 <210> SEQ ID NO: 4 

138 <211> LENGTH: 107 

139 <212> TYPE: PRT 

140 <213> ORGANISM: Homo sapiens 
142 <400> SEQUENCE: 4 



X fi O 


Asp 


He 


Gin 


Met 


Thr 


Gin 


Ser 


Pro 


Ser 


Ser 


Leu 


Ser 


Ala 


Ser 


Val 


Gly 




1 A A 


1 








5 










10 










15 




i a a 
14 0 


Asp 


Arg 


Val 


Thr 


He 


Thr 


Cys 


Arg 


Ala 


Ser 


Gin 


Gly 


He 


Ser 


Ser 


Trp 




1 /I "7 
14 / 








20 










O IT 

25 










30 








1 /IQ 


Leu 


Ala 


Trp 


Tyr 


Gin 


Gin 


Lys 


Pro 


blU 


Lys 


Ala 


Pro 


Lys 


Ser 


Leu 


He 




X O u 






35 










40 










4 0 










1 RO 
1 


Tyr 


Ala 


Ala 


Ser 


Ser 


Leu 


Gin 


Ser 


Gly 


Val 


Pro 


Ser 


Arg 


Phe 


Ser- 


Gly 




1 R^ 

loo 




50 










55 










60 










1 RR 

u J 


Ser 


Gly 


Ser 


Gly 


Thr Asp 


Phe 


Thr 


Leu 


i nr 


lie 


Ser 


Ser 


Leu 


Gin 


Pro 




1 JO 


65 










70 










75 










80 




1 

10 O 


Glu 


Asp 


Phe 


Ala 


Thr 


Tyr 


Tyr 


Cys 


Gin 


Gin 


Tyr 


Asn 


Ser 


Tyr 


Pro 


Tyr 














85 










yu 










3d 






1 £1 
101 


Thr 


Phe 


Gly 


Gin 


Gly Thr 


Lys 


Leu 


GlU 


He 


Lys 














1 








100 










105 


















i £m 


<210> SEQ ID NO; 


: 5 


























loo 


<211> LENGTH: 366 


























1 £7 
X o / 


<212> TYPE: 


DNA 




























x u o 


<213> ORGANISM: 


Homo sapiens 




















1 1 n 
x / u 


<220> FEATURE: 




























X / X 


<221> NAME /KEY : 


CDS 


























119 


<222> LOCATION: 


(1) • 


. . (366) 






















174 

X / *i 


<4 00> SEQUENCE: 


5 


























1 7R 


cag 


gtg 


cag 


ctg 


gtg 


gag 


tct 


ggg 


gga 


ggc 


gtg 


gtc 


cag 


cct 


ggg 


agg 


/ Q 

4 o 


176 


Gin 


Val 


Gin 


Leu 


Val 


Glu 


Ser 


Gly 


Ply 


vjxy 


v ax 


vai 


bin 


Pro 


uiy 


Arg 




177 


1 








5 










i n 
xu 










1 0 






179 


tec 


ctg 


aga 


etc 


tec 


tgt 


gca 


gcg 


tec 


gg a 


+■ 4- 
LLC 


acc 


J_ J_ 

LLC 


agt 


age 


tat 


y 0 


180 


Ser 


Leu. Arg 


Leu 


Ser 


Cys 


Ala 


Ala 


Ser 


Gly 


Phe 


Thr 


Phe 


Ser 


Ser 


Tyr 




181 








20 










25 










30 






183 


gac 


ata 


cac 


tgg 


gtc 


cgc 


cag 


get 


cca 


ggc 


aag 


ggg 


ctg 


gag 


tgg 


gtg 


144 


184 


Asp 


He 


His 


Trp 


Val 


Arg 


Gin 


Ala 


Pro 


Gly 


Lys 


Gly 


Leu 


Glu 


Trp 


Val 




185 






35 










40 










45 










187 


gca 


gta 


ata 


tgg 


tat 


gat 


ggc 


agt 


aat 


aaa 


tac 


cat 


gca 


gac 


tec 


gtg 


192 


188 


Ala 


Val 


He 


Trp 


Tyr 


Asp 


Gly Ser 


Asn 


Lys 


Tyr 


His 


Ala 


Asp 


Ser 


Val 




189 




50 










55 










60 










191 


aag 


ggc 


cga 


ttc 


acc 


ate 


tec 


aga 


gac 


aat 


tec 


aag 


aac 


acg 


ctg 


tat 


240 


192 


Lys 


Gly Arg 


Phe- 


Thr 


He 


Ser Arg 


Asp 


Asn 


Ser 


Lys 


Asn 


Thr 


Leu 


Tyr 




193 


65 










70 










75 








80 




195 


ctg 


caa 


atg 


aac 


agt 


ctg 


aga 


gee 


gag 


gac 


acg 


get 


gtg 


tat 


tac 


tgt 


288 


196 


Leu 


Gin 


Met 


Asn 


Ser 


Leu 


Arg 


Ala 


Glu 


Asp 


Thr 


Ala 


Val 


Tyr 


Tyr 


Cys 




197 










85 










90 










95 






199 


gcg 


aga 


aac 


tat 


ggt 


ttg 


ggg 


agt 


tat 


tat 


aac 


tac 


ttt 


gac 


ttc 


tgg 


336 


200 


Ala Arg Asn 


Tyr 


Gly 


Leu 


Gly Ser 


Tyr 


Tyr 


Asn 


Tyr 


Phe 


Asp 


Phe 


Trp 




201 








100 










105 










110 
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203 ggc cag gga acc ctg gtc acc gtc tec tea 366 

204 Gly Gin Gly Thr Leu Val Thr Val Ser Ser 

205 115 120 

209 <210> SEQ ID NO: 6 

210 <211> LENGTH: 122 

211 <212> TYPE: PRT 

212 <213> ORGANISM: Homo sapiens 
214 <400> SEQUENCE:. 6 



215 


Gin 


Val 


Gin 


Leu 


Val 


Glu 


Ser Gly 


Gly 


Gly 


Val 


Val 


Gin 


Pro 


Gly Arg 


216 


1 








5 








10 










15 




218 


Ser 


Leu 


Arg 


Leu 


Ser 


Cys 


Ala Ala 


Ser 


Gly 


Phe 


Thr 


Phe 


Ser 


Ser 


Tyr 


219 








20 








25 










30 






221 


Asp 


He 


His 


Trp 


Val 


Arg 


Gin Ala 


Pro 


Gly 


Lys 


Gly 


Leu 


Glu 


Trp 


Val 


222 






35 








40 










45 








224 


Ala 


Val 


He 


Trp 


Tyr Asp 


Gly Ser 


Asn 


Lys 


Tyr 


His 


Ala 


Asp 


Ser 


Val 


225 




50 










55 








60 










227 


Lys 


Gly 


Arg 


Phe 


Thr 


He 


Ser Arg 


Asp 


Asn 


Ser 


Lys 


Asn 


Thr 


Leu 


Tyr 


228 


65 










70 








75 










80 


230 


Leu 


Gin 


Met 


Asn 


Ser 


Leu 


Arg Ala 


Glu 


Asp 


Thr 


Ala 


Val 


Tyr 


Tyr 


Cys 


231 










85 








90 










95 




233 


Ala 


Arg 


Asn 


Tyr 


Gly 


Leu 


Gly Ser 


Tyr 


Tyr 


Asn 


Tyr 


Phe 


Asp 


Phe 


Trp 


234 








100 








105 










110 






236 


Gly 


Gin 


Gly 


Thr 


Leu 


Val 


Thr Val 


Ser 


Ser 














237 






115 








120 



















2.40 <210> SEQ ID NO: 7 

241 <211> LENGTH: 321 

242 <212> TYPE: DNA 

243 <213> ORGANISM: Homo sapiens 

245 <220> FEATURE: 

246 <221> NAME/KEY: CDS 

247 <222> LOCATION: (1) . . (321) 
249 <400> SEQUENCE: 7 



250 


gac 


ate 


cag 


atg 


acc 


cag 


tct 


cca 


tec 


tea 


ctg 


tct 


gca 


tct 


gta 


gga 


48 


251 


Asp 


He 


Gin 


Met 


Thr 


Gin 


Ser 


Pro 


Ser 


Ser 


Leu 


Ser 


Ala 


Ser 


Val 


Gly 




252 


1 








5 










10 










15 




254 


gac 


aga 


gtc 


acc 


ate 


act 


tgt 


egg 


gcg 


agt 


cat 


ggt 


att 


age 


age 


tgg 


96 


255 


Asp 


Arg 


Val 


Thr 


He 


Thr 


Cys 


Arg 


Ala 


Ser 


His 


Gly 


He 


Ser 


Ser 


Trp 




256 








20 










25 










30 








258 


tta 


gec 


tgg 


tat 


cag 


cag 


aaa 


cca 


gag 


aaa 


gec 


cct 


aag 


tec 


ctg 


ate 


144 


259 


Leu 


Ala 


Trp 


Tyr 


Gin 


Gin 


Lys 


Pro 


Glu 


Lys 


Ala 


Pro 


Lys 


Ser 


Leu 


He 




260 






35 










40 










45 










262 


tat 


get 


gca 


tec 


agt 


ttg 


caa 


agt 


ggg 


gtc 


cca 


tea 


agg 


ttc 


age 


ggc 


192 


263 


Tyr 


Ala 


Ala 


Ser 


Ser 


Leu 


Gin 


Ser 


Gly 


Val 


Pro 


Ser 


Arg 


Phe 


Ser 


Gly 




264 




50 










55 










60 












266 


agt 


gga 


tct 


ggg 


aca 


gat 


ttc 


act 


etc 


acc 


ate 


age 


age 


ctg 


cag 


cct 


240 


267 


Ser 


Gly 


Ser 


Gly 


Thr 


Asp 


Phe 


Thr 


Leu 


Thr 


He 


Ser 


Ser 


Leu 


Gin 


Pro 




268 


65 










70 










75 










80 




270 


gaa 


gat 


ttt 


gca 


act 


tat 


tac 


tgc 


caa 


cag 


tat 


aat 


agt 


tac 


ccg 


tac 


288 


271 


Glu 


Asp 


Phe 


Ala 


Thr 


Tyr 


Tyr Cys 


Gin 


Gin 


Tyr 


Asn 


Ser 


Tyr 


Pro 


Tyr 
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272 85 90 95 



274 


act ttt ggc cag 


ggg 


acc 


aag ctg 


gag 


a +- r* 


aaa 












OZ 1 


Z 1 D 


Thr Phe Gly Gin 


Gly 


Thr 


Lys Leu 


LjJ.U 


lie 


Lys 














97 6 


100 








105 


















9ft0 


<210> SEQ ID NO: 


: 8 
























9ft 1 

Z O ± 


<211> LENGTH: 107 
























9ft 9 
z oz 


<Z1Z> liirb: rKl 


























9R3 

O ~J 


<213> ORGANISM: 


Homo sapiens 




















9ft Gi 
ZOO 


<400> SEQUENCE: 


8 
























9ft 
ZOO 


Asp lie Gin Met 


Thr 


Gin 


Ser Pro 


Ser 


Ser 


Leu 


Ser 


Ala 


Ser 


val 


Gly 




O Q *7 

Zo / 


1 


5 








10 










15 




zo y 


Asp Arg Val Thr 


He 


Thr 


Cys Arg 


Ala 


Ser 


His 


Gly 


He 


Ser 


Ser 


Trp 




o q n 

zyu 


20 








25 










30 








z yz 


Leu Ala Trp Tyr 


Gin 


Gin 


Lys Pro 


Glu 


Lys 


Ala 


Pro 


Lys 


Ser 


Leu 


He 




z y o 


35 






40 










45 










one 

295 


Tyr Ala Ala Ser 


Ser 


Leu 


Gin Ser 


Gly Val 


Pro 


Ser 


Arg 


Phe 


Ser 


Gly 




z y o 


50 






55 








60 










zyy 


Ser Gly Ser Gly 


Thr Asp 


Phe Thr 


Leu 


Thr 


lie 


Ser 


Ser 


Leu 


Gin 


Pro 




9 QQ 
Z 


65 




70 








1 D 










80 




Jul 


Glu Asp Phe Ala 


Thr 


Tyr 


Tyr Cys 


Gin 


Gin 


Tyr 


Asn 


Ser 


Tyr 


Pro 


Tyr 








85 








90 










95 








Thr Phe Gly Gin 


Gly Thr 


Lys Leu 


Glu 


He 


Lys 














3n r 


100 








105 


















jUo 


<210> SEQ ID NO: 


9 


























<211> LENGTH: 366 
























3i n 


<212> TYPE: DNA 


























^1 1 


<213> ORGANISM: 


Homo sapiens 






















<220> FEATURE: 




























<221> NAME/KEY: 


CDS 
























31 ^ 


<222> LOCATION: 


(1) . 


. . (366) 




















31 7 


<4 00> SEQUENCE: 


9 
























318 


cag gtg cag ctg 


gtg 


gag 


tct ggg 


gga 


ggc 


gtg 


gtc 


cag 


cct 


ggg 


agg 


/ Q 
4 O 


31 Q 

.J JL _7 


Gin Val Gin Leu 


Val 


Glu 


Ser Gly 


Gly Gly 


vai 


v ai 


lain 


Pro 


biy 


Arg 






1 


5 








10 










1 D 






322 


tec ctg aga etc 


tec 


tgt 


gca gcg 


tct 


gga 


f- 1- r> 


acc 


•h t" r- 


a rrf- 


age 


LdL 


y o 


323 


Ser Leu Arg Leu 


Ser 


Cys 


Ala Ala 


Ser 


Gly 




Thr- 
1 XIX 


ir lie 


oer 


Q v 

oer 


iyr 




394 


20 








25 










jU 






326 


gtc atg cac tgg 


gtc 


cgc 


cag get 


cca 


ggc 


aag 


ggg 


ctg 


gag 


tgg 


gtg 


144 


327 


Val Met His Trp Val 


Arg 


Gin Ala 


Pro 


Gly 


Lys 


Gly 


Leu 


Glu 


Trp 


Val 




328 


35 






40 










45 










330 


gca gtt ata tgg 


tat 


gat 


gga agt 


aat 


aaa 


tac 


tat 


gca 


gac 


tec 


gtg 


192 


331 


Ala Val He Trp 


Tyr 


Asp 


Gly Ser 


Asn 


Lys 


Tyr 


Tyr 


Ala 


Asp 


Ser 


Val 




332 


50 






55 








60 












334 


aag ggc cga ttc 


acc 


ate 


tec aga 


gac 


aat 


tec 


aag 


aac 


acg 


ctg 


tat 


240 


335 


Lys Gly Arg Phe 


Thr 


He 


Ser Arg 


Asp Asn 


Ser 


Lys 


Asn 


Thr 


Leu 


Tyr 




336 


65 




70 








75 










80 




338 


ctg caa atg aac 


age 


ctg 


aga gec 


gag 


gac 


acg 


get 


gtg 


tat 


tac 


tgt 


288 


339 


Leu Gin Met Asn 


Ser 


Leu 


Arg Ala 


Glu Asp 


Thr 


Ala 


Val 


Tyr 


Tyr 


Cys 




340 




85 








90 










95 
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<210> SEQ ID NO 13 
<211> LENGTH: 3159 
<212> TYPE: DNA 

<213> ORGANISM: Artificial Sequence 
<220> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: cloning vector 
<400> SEQUENCE : 13 

aattagcggc cgctgtcgac aagcttcgaa ttcagtatcg 

cgggattgcg gatccgcgat gatatcgttg atcctcgagt 

aaagcccgct cattaggcgg gctcttggca gaacatatcc 

cagccgcacg cggcgcatct cgggcagcgt tgggtcctgg 

gctcctgtcg ttgaggaccc ggctaggctg gcggggttgc 

atcaccgata cgcgagcgaa cgtgaagcga ctgctgctgc 

aacaacatga atggtcttcg gtttccgtgt ttcgtaaagt 

gccctgcacc attatgttcc ggatctgcat cgcaggatgc 

acctacatct gtattaacga agcgctggca ttgaccctga 

ccgcatccat accgccagtt gtttaccctc acaacgttcc 

atcagtaacc cgtatcgtga gcatcctctc tcgtttcatc 



cagaaattcc cccttacacg gaggcatcaa gtgaccaaac 
atggcccgct ttatcagaag ccagacatta acgcttctgg 
gcggatgaac aggcagacat ctgtgaatcg cttcacgacc 
agctgcctcg cgcgtttcgg tgatgacggt gaaaacctct 
acggtcacag cttgtctgta agcggatgcc gggagcagac 
gcgggtgttg gcgggtgtcg gggcgcagcc atgacccagt 
tatactggct taactatgcg gcatcagagc agattgtact 
gtgaaatacc gcacagatgc gtaaggagaa aataccgcat 
cgctcactga ctcgctgcgc tcggtcgttc ggctgcggcg 
aggcggtaat acggttatcc acagaatcag gggataacgc 
aaggccagca aaaggccagg aaccgtaaaa aggccgcgtt 
tccgcccccc tgacgagcat cacaaaaatc gacgctcaag 
caggactata aagataccag gcgtttcccc ctggaagctc 
cgaccctgcc gcttaccgga tacctgtccg cctttctccc 
ctcatagctc acgctgtagg tatctcagtt cggtgtaggt 
gtgtgcacga accccccgtt cagcccgacc gctgcgcctt 
agtccaaccc ggtaagacac gacttatcgc cactggcagc 
aagaggccac tggtaacagg attagcagag cgaggtatgt 
tgaagtggtg gcctaactac ggctacacta gaaggacagt 
tgaagccagt taccttcgga aaaagagttg gtagctcttg 
ctggtagcgg tggttttttt gtttgcaagc agcagattac 
aagaagatcc tttgatcttt tctacggggt ctgacgctca 
aagggatttt ggtcatgaga ttatcaaaaa ggatcttcac 
aatgaagttt taaatcaatc taaagtatat atgagtaaac 
gcttaatcag tgaggcacct atctcagcga tctgtctatt 
gactccccgt cgtgtagata actacgatac gggagggctt 
caatgatacc gcgagaccca cgctcaccgg ctccagattt 
ccggaagggc cgagcgcaga agtggtcctg caactttatc 
attgttgccg ggaagctaga gtaagtagtt cgccagttaa 
ccattgctgc aggcatcgtg gtgtcacgct cgtcgtttgg 
gttcccaacg atcaaggcga gttacatgat cccccatgtt 
ccttcggtcc tccgatcgtt gtcagaagta agttggccgc 
tggcagcact gcataattct cttactgtca tgccatccgt 
gtgagtactc aaccaagtca ttctgagaat agtgtatgcg 
cggcgtcaac acgggataat accgcgccac atagcagaac 
gaaaacgttc ttcggggcga aaactctcaa ggatcttacc 
tgtaacccac tcgtgcaccc aactgatctt cagcatcttt 
ggtgagcaaa aacaggaagg caaaatgccg caaaaaaggg 
gttgaatact catactcttc ctttttcaat attattgaag 



atgtggggta 
gcggccgcag 
atcgcgtccg 
ccacgggtgc 
cttactggtt 
aaaacgtctg 
ctggaaacgc 
tgctggctac 
gtgatttttc 
agtaaccggg 
ggtatcatta 
aggaaaaaac 
agaaactcaa 
acgctgatga 
gacacatgca 
aagcccgtca 
cacgtagcga 
gagagtgcac 
caggcgctct 
agcggtatca 
aggaaagaac 
gctggcgttt 
tcagaggtgg 
cctcgtgcgc 
ttcgggaagc 
cgttcgctcc 
atccggtaac 
agccaggcgc 
aggcggtgct 
atttggtatc 
atccggcaaa 
gcgcagaaaa 
gtggaacgaa 
ctagatcctt 
ttggtctgac 
tcgttcatcc 
accatctggc 
atcagcaata 
cgcctccatc 
tagtttgcgc 
tatggcttca 
gtgcaaaaaa 
agtgttatca 
aagatgcttt 
gcgaccgagt 
tttaaaagtg 
gctgttgaga 
tactttcacc 
aataagggcg 
catttatcag 



cctactgtcc 
tatgcaaaaa 
ccatctccag 
gcatgatcgt 
agcagaatga 
cgacctgagc 
ggaagtcagc 
cctgtggaac 
tctggtcccg 
catgttcatc 
cccccatgaa 
cgcccttaac 
cgagctggac 
gctttaccgc 
gctcccggag 
gggcgcgtca 
tagcggagtg 
catatgcggt 
tccgcttcct 
gctcactcaa 
atgtgagcaa 
ttccataggc 
cgaaacccga 
tctcctgttc 
gtggcgcttt 
aagctgggct 
tatcgtcttg 
gccttggcct 
acagagttct 
tgcgctctgc 
caaaccaccg 
aaaggatctc 
aactcacgtt 
ttaaattaaa 
agttaccaat 
atagttgcct 
cccagtgctg 
aaccagccag 
cagtctatta 
aacgttgttg 
ttcagctccg 
gcggttagct 
ctcatggtta 
tctgtgactg 
tgctcttgcc 
ctcatcattg 
tccagttcga 
agcgtttctg 
acacggaaat 
ggttattgtc 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 



tcatgagcgg atacatattt gaatgtattt agaaaaataa acaaataggg gttccgcgca 3060 
catttccccg aaaagtgcca cctgacgtct aagaaaccat tattatcatg acattaacct 3120 
ataaaaata g gcgtatcacg aggccctttc gtcttcaag 3159 
MXI-: 
12 



Page^g8 



RAW SEQUENCE LISTING ERROR SUMMARY 

PATENT APPLICATION: US/10/031 , 722A 



DATE: 09/16/2003 
TIME: 14:15:35 



Input Set : A:\seqlist.txt 

Output Set: N:\CRF4\09162003\J031722A.raw 

Invalid Line Length: 

The rules require that a line not exceed 72 characters in length. This includes spaces. 

1,2, 6, 7, 8, 9, 10,11, 18, 19, 20, 21,22, 23, 24,25,26, 27, 28, 29, 30, 31 
32, 33, 34, 35,36, 37, 38, 39, 40, 41, 42, 43, 44,45, 4 6, 47,48, 4 9, 50, 51 
52, 53, 54, 55, 56, 57, 58,59, 60, 61, 62, 63, 64, 65, 66 
67, 68,69,70,71,72,73,74,75,76,77,78,79,80,81,82,83,84,85,86 
87,88, 89, 90, 91, 92, 93, 94, 95, 96, 97 

98, 99, 100, 101, 102, 103, 104, 105, 106, 107, 108, 109, 110, 111, 112 
113, 114, 115, 116, 117, 118, 119, 120, 121, 122, 123, 124, 125,126, 127 
128, 129, 130, 131, 132, 133, 134, 135, 136, 137 

138, 139, 140, 141, 142, 14 3, 14 4, 145, 14 6, 147, 148, 14 9, 150, 151, 152 
153, 154, 155, 156, 157, 158, 159, 160, 161, 162, 163, 164, 165 
166,167,168,169,170,171,172,173,174,175,176,177,178,179,180 
181,182,183,184,185,186,187,188,189,190,191,192,193,194,195 
196, 197, 198, 199,200,201,202,203,204,205,206,207,208,209 
210,211,212,213,214,215,216,217,218,219,220,221,222,223,224 
225,226,227,228,229,230,231,232,233,234,235,236,237,238,239 
241,242,243,24 4,245,24 6,24 7, 248,250,251,252,253,254,255,256 
257,258, 259,260,2 61,262,263, 264, 265, 266,267,268,269,270,271 
272,273, 274,275,27 6,277,278, 27 9 

281,282,283,284,286,287,288,289,290,291,292,293, 2 94,295,296 
297,298,2 99,300, 301, 302, 303, 304, 305, 306,307 

309,310,311,312,313,314,315,316,318,319,320,321,322,323,324 
325,326,327,328,329,330,331,332,333,334,335,336,337,338,339 
340,341,342,34 3,344,345,34 6,347,34 8,34 9,351 
352,353,354,355,356,357, 358,359,360,361,362,363, 364,365' 
366,367, 368,369, 370, 371, 372, 373, 374 , 375, 37 6, 377, 378, 37 9 
381 

382,383,384,385,386,387,388,389,390,391,392,393,394,395 
396, 397, 398, 399, 400, 4 01, 4 02, 4 03, 404, 4 05, 4 06, 4 07, 408, 4 09 
410,411,412,413,414,415, 416,417,419,420 

421, 422, 423,424, 425, 426, 427, 428, 429, 430, 431, 4 32, 4 33, 434 
435, 4 36, 4 37, 4 38, 4 39, 440, 441, 4 42, 443, 444, 44 5, 448 
4 4 9, 4 50,455, 456, 457, 4 58, 459, 4 60, 4 61 , 4 62, 4 63, 4 64 , 4 65, 4 66 
4 67, 4 68, 4 69, 470, 471, 4 72, 473, 474 , 475, 476, 477, 478 , 479, 4 80 
481, 482, 483, 4 84, 485, 4 8 6, 4 87, 4 88, 489, 4 90, 4 91, 4 92, 4 93, 4 94 
4 95,4 96,4 97,4 98,4 99,500,501,502,503,504,505,506,507,508 
509,510,511,512,513,514, 515,516,517,518,519,520,521,522 
523,524,525,526,527,528,52 9,530,531,532,533,534,535,536 
537,538,539,54 0,541,542, 54 3,54 4,545,54 6,547,548,54 9,550 
551,552,553,554,555,556, 557,558,559,560,561 



Octjff . 


i 
± 


Line { s ) 


oeqff . 


± 


Line ( s ) 


oeqff . 


i 

X 


Line ( s ) 


oeqff . 


o 


Line ( s ) 


beqff . 


9 


Line ( s ) 


beqff . 


o 
J 


Line ( s ) 


beqff . 




Line ( s ) 


beqff : 


■3 t 


Line { s ) 


beqff : 


A 


Line ( s ) 


beqff : 


4, 


• Line(s) 


beqff : 


5, 


• Line(s) 


beqff . 


5, 


• Line(s) 


beqff : 


5, 


Line (s ) 


beqff . 


6, 


Line (s ) 


beqif : 


6, 


Line (s ) 


beqff : 


7, 


Line (s) 


beqff : 


7 , 


Line (s) 


beqff : 


7, 


Line (s ) 


O ^-r 44 . 

beqff : 


8, 


Line (s ) 


beqff : 


8, 


Line ( s ) 


beqff : 


9, 


Line (s) 


O ^ /-t 44 . 

beqff : 


9, 


Line (s ) 


beqff : 


9, 


Line (s) 


beqif . 


10; Line(s) 




10; Line(s) 


Seq#: 


10; Line(s) 


Seq#: 


11; Line(s) 


Seq#: 


11; Line(s) 


Seq#: 


11; Line(s) 


Seq#: 


12; Line(s) 


Seq#: 


12; Line(s) 


Seq#: 


13; Line(s) 


Seq#: 


13; Line(s) 


Seq#: 


13; Line(s) 


Seq#: 


13; Line(s) 


Seq#: 


13; Line(s) 


Seq#: 


13; Line(s) 


Seq#: 


13; Line(s) 


Seq#: 


13; Line(s) 
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VERIFICATION SUMMARY DATE: 09/16/2003 

PATENT APPLICATION: US/10/031 , 722A TIME: 14:15:35 



Input Set : A:\seqlist.txt 

Output Set: N:\CRF4\09162003\J031722A.raw 

L:9 M:270 C: Current Application Number differs, Replaced Application Number 
L:10 M:271 C: Current Filing Date differs, Replaced Current Filing Date 
L:563 M:334 W: (2) Invalid Amino Acid in Coding Region, NUMBER OF INVALID KEYS 
L:566 M:336 W: Invalid Amino Acid Number in Coding Region, SEQ ID: 13 
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